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Supplemental Figure 1. Representative calculations of molecular responses. A-F. Single-agent
decitabine cases with stable disease. D-F. Single-agent decitabine cases with stable disease
during the first 1-2 cycles followed by molecular response. G-Il. Decitabine/venetoclax cases.
Note responses after the first cycle.

Supplemental Figure 2. Molecular subgroup analysis. A-C. Comparison of tumor burden and
molecular responses measured in BM and PB substrates from patients with MDS and sAML. D-
E. Comparison of molecular responses within morphologic responses. One-way ANOVA with
Dunn’s multiple comparison. F-G. Comparison of molecular responses within de novo AML
patients comparing CR vs. other responders (e.g. CRI/mLFS). One-way ANOVA with Dunn’s
multiple comparison.

Supplemental Figure 3. Clinical subgroup analysis. A-F. Impact of clinical features on overall
survival within the total cohort of patients (n=95). G-H. Impact of adverse risk karyotypes within
treatment cohorts. Log-rank comparisons.

Supplemental Figure 4. Subgroup analysis of overall survival based on treatment and the
presence of specific gene mutations.
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